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SUPPLEMENTARY TABLES Supplementary
Michailidou : the variant catalog included single nucleotide variants (SNVs) from the 1000 Genomes phase I release 3 AFR population. b : the genotyping platform used in the corresponding GWAS. SNVs from the HapMap phase II YRI samples were used when the GWAS is a meta-GWAS or when the GWAS platform content is unavailable. ⋃: union. c : the MAF cutoff used to filter out variants in the corresponding GWAS. If a cutoff value is not given in the publication or the GWAS is a meta-GWAS, a default value 0.01 is used. ⋃ is used to connect the MAF cutoff used for each genotyping platform. d : the p-value cutoff of Hardy-Weinberg Equilibrium (HWE) test used to filter out variants in the corresponding GWAS. If a cutoff value is not given in the publication or the GWAS is a meta-GWAS, a default value 1E-6 is used. -: variants were not filtered out based on HWE test in the corresponding GWAS. rs3112572, rs3745185, rs2981579, rs13387042, rs16886165, rs11249433, rs999737, rs3803662 ER− rs10069690, rs1432679, rs2363956, rs8170, rs4245739, rs12710696, rs6678914, rs3757318, rs6001930, rs616488, rs11075995, rs10995190, rs17817449, rs10771399, rs17356907 
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